212
across GS and the Lu study (Table F in S1 Data). Comparing the genomic loci identified in the 213 current study with the five reported by Lu et al., only one locus that was previously reported was 214 not identified at genome-wide significance here (rs11706810 at 3q25.33, meta-analysis P-value 215 8.68x10 -8 ). Figs C-L in S2 Text show the regional association plots for the independent signals. Of 216 the ten independent SNPs achieving genome-wide significance, none associated with any other 217 phenotype in currently published GWAS available via the NHGRI-EBI catalog. Genome-wide significance defined as having a P-value of P<5x10 -8 . A1 and A2 refer to the reference allele and non-reference allele for the index SNP, respectively. Freq (allele 223 frequency), Beta (effect size), and SE (standard error of effect size) columns pertain to the reference allele, A1. Chromosome and position (in Mb) denote the location of the index 224 SNP, and are given with regards to the GRCh38 assembly.
225
a Genes are listed if located within +/-10 kb of a listed SNP.
227
The Hannum-EAA GWAS meta-analysis identified 324 genome-wide significant (P<5×10 -8 ) 228 associated variants mapping to a single genomic locus at 10p11.21 with one index SNP (Fig 1, 229 Hannum-EAA-associated SNP were identified as potential eQTLs ( Table S in S1 Data). As expected, many of these genes 301 were located in the same regions as the lead SNPs. Three genes at 6p22.3, NHLRC1, TPMT, and 302 KDM1B, had the lowest P-values of 1.251x10 -23 , 4.639x10 -23 , and 7.68x10 -11 respectively; all these 303 genes are involved in metabolism-related pathways (27, 29, 30) . Although containing no genome-304 wide significant SNPs, 3q25.33 appears to be an important genomic region for Horvath-EAA, with four significantly associated genes including TRIM59 and KPNA4, which play roles in the immune 306 system (31,32). Two further significant genes are FAIM and TERT, whose functions include 307 apoptosis and autophagy (24), and telomere length-associated ageing and apoptosis (33,34) 308 respectively. Twelve genes were significantly associated with Hannum-EAA ( 
